IDENTIFICATION

Species: Capsella rubella

Locus: Carub.0001s2424

Gene Model: Carub.0001s2424.1.p
Description: CrEXPA-04

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Crubella_v1 1
KEGG: https://www.genome.jp/entry/gn:T02984

EXTERNAL RESOURCES
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Query seq,
Superfanilies PLNO0OSO

Name Accession Description Interval E-value
[+ PLN00050 super family cl31535 expansin A; Provisional 31-253 6.24e-127
SEQUENCES

Peptide

>CreXPA-04

MGRHVGFLVLVMVGVMASSVSGYGGGGGGGWVNAHATFYGGGDASGTMGGACG
YGNLYSQGYGTSTAALSTALFNNGLSCGSCFEIRCENDGKWCLPGSIVVTATNFCPPN
NALANNNGGWCNPPLQHFDLAQPVFQRIAQYRAGIVPVSYRRVPCRRRGGIRFTING

HSYFNLVLITNVGGAGDVHSAAIKGSRTGWQTMSRNWGQNWQSNSYLNGQALSFK

VTTSDGRTVVSYNAAPAGWSYGQTFAGGQFR*

CDS (coding sequence)
>CrEXPA-04

ATGGGTCGCCATGTCGGGTTCTTAGTTTTGGTTATGGTAGGAGTAATGGCTTCTTC
TGTGAGCGGCTATGGTGGTGGTGGCGGTGGCGGTTGGGTCAATGCTCATGCAACG
TTCTACGGGGGTGGCGATGCTTCTGGCACAATGGGTGGTGCTTGTGGATATGGTA
ATCTATATAGCCAAGGCTACGGGACGAGCACTGCGGCTTTGAGTACGGCTTTGTT
CAACAATGGACTTAGCTGTGGTTCTTGCTTTGAGATAAGATGTGAAAACGATGGT
AAATGGTGTTTGCCTGGCTCAATCGTTGTAACCGCTACAAACTTCTGTCCTCCAAA
CAACGCCTTAGCCAACAACAATGGTGGTTGGTGTAATCCTCCTCTTCAACACTTTG
ACCTTGCTCAGCCTGTGTTTCAACGCATTGCTCAATACAGAGCTGGAATCGTTCCA
GTTTCCTACAGGAGGGTACCATGCAGGAGAAGAGGAGGAATAAGATTCACGATA
AATGGCCACTCATACTTCAACCTTGTTCTGATCACTAACGTCGGTGGTGCCGGAG
ACGTTCACTCGGCGGCGATCAAGGGTTCAAGAACAGGTTGGCAAACTATGTCAA
GAAACTGGGGACAAAACTGGCAAAGCAACTCTTACCTCAACGGTCAAGCACTTTC
CTTCAAGGTCACCACCAGCGACGGCCGTACCGTTGTCTCCTACAACGCCGCTCCT
GCCGGCTGGTCTTACGGCCAGACCTTCGCCGGAGGACAGTTCCGCTAG

Nucleotide

>CreXPA-04

CACATATCTTTCTTTCTTTCTCTTGACGGAAGGAAGAAGAAAGAAGATCTCCAAG
TCGTCCCTAGTATCTGCTTTTTCTTGTAGCTTCTTAACACAAAAAGTAAACATGGG
TCGCCATGTCGGGTTCTTAGTTTTGGTTATGGTAGGAGTAATGGCTTCTTCTGTGA
GCGGCTATGGTGGTGGTGGCGGTGGCGGTTGGGTCAATGCTCATGCAACGTTCTA
CGGGGGTGGCGATGCTTCTGGCACAATGGGTAAACAATCCTTATTTACAAAACTC
ATTTCTAACCAATTATCAAATTTACTGATCTTCAATGTTACTACTACGTTGTAGGT



GGTGCTTGTGGATATGGTAATCTATATAGCCAAGGCTACGGGACGAGCACTGCGG
CTTTGAGTACGGCTTTGTTCAACAATGGACTTAGCTGTGGTTCTTGCTTTGAGATA
AGATGTGAAAACGATGGTAAATGGTGTTTGCCTGGCTCAATCGTTGTAACCGCTA
CAAACTTCTGTCCTCCAAACAACGCCTTAGCCAACAACAATGGTGGTTGGTGTAA
TCCTCCTCTTCAACACTTTGACCTTGCTCAGCCTGTGTTTCAACGCATTGCTCAAT
ACAGAGCTGGAATCGTTCCAGTTTCCTACAGGAGGTGAAAACAAACTAAAACTTC
GAACGTTTTCTTGAATTGCTCTGTTTTATAAAACAGAGGATATCATAATTCACATA
TTTTCTTGAATTGCTCTGTTTTAGAAAACAGAGGATATCATAATCCACATATGTTC
TTGAAATCAGTGATCAAACATAAAAATTATGTTCGTTTTGTTCGCTGAACTTGGG
AGTTTTACTTTGTTCTGTAGGGTACCATGCAGGAGAAGAGGAGGAATAAGATTCA
CGATAAATGGCCACTCATACTTCAACCTTGTTCTGATCACTAACGTCGGTGGTGCC
GGAGACGTTCACTCGGCGGCGATCAAGGGTTCAAGAACAGGTTGGCAAACTATG
TCAAGAAACTGGGGACAAAACTGGCAAAGCAACTCTTACCTCAACGGTCAAGCA
CTTTCCTTCAAGGTCACCACCAGCGACGGCCGTACCGTTGTCTCCTACAACGCCG
CTCCTGCCGGCTGGTCTTACGGCCAGACCTTCGCCGGAGGACAGTTCCGCTAGAA
AGGGCAATTCGGTCTATCTCTTCTCCTTTATATCTATAGTAAAACTCATTTGTGTT
GGTGTGTAGAGGGCAATATTAGTAAACTCGGTTATTGAGAGAGTGGTGCGTCGAG
GGCTCGGTTTTGCAGAAGGCCTTGATGACGTCTATCTTTTTTTGGACCTCTTTATG
TTTTCTTTCTTAAAACTAGTTTTTGTTAAGAAAGAAAACACAAAAAAAAAAAATA
TATATAGTATAGTTGATGTATTACTGATGCAGAGGTGGAGTTTTAACTACCACCC
GCTAGTAGTAGTATTGAGTTATTTTCAAGACGTGAGAGATGATGGGTTGTGATGT
TGTGTTATGAGACTAAGAAAAGTTG



